and is not included in the breeding programs, despite its medium heritability. Furthermore, IMF is a complex quantitative trait determined by several biochemical and metabolic processes influencing fat deposition in muscles. Indeed QTL affecting this trait have been already reported and some candidate genes were investigated in the last years, but relevant causative mutations have not been so far detected. Recently, thanks to the sequencing of the porcine genome and to the development of a high throughput genotyping porcine chip, it is possible to perform genome wide association (GWA) studies and put in light markers associated to this trait. With the aim to identify genes and markers associated to IMF we performed GWA using The Authors wish to thank ANAS for providing samples and data.
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